Supplementary
rms3- 3 Raman GGC  GAC (+44) Gly Asp (15) Protein destabilization (see Supplementary Figure 3a) 
rms3-4
Térèse GGC  GAC (+83) Gly Asp (28) Protein destabilization (see Supplementary Figure 3b) 
rms3-5
Térèse TCC  TTC (+287) Ser Phe (96) Abolish catalytic triad
The positions of nucleotide substitutions are labeled from the start of translation (1). Amino acid are numbered from the first Methionine encoded by start codon. S96C and AtD14 only V/K was determined because they showed linear kinetics (see Supplementary Figure  10 ). Values represent the mean (±SE) of three replicates and the experiments were repeated at least two times. 
Supplementary Results

Supplementary
Supplementary Table 4. MS/MS data for localization of the amino acid tagged with the D ring on RMS3-HIS. Theoretical fragments detected after MALDI-TOF/TOF-CID-MS/MS for the native
(266-281) and modified peptides on histidine 2, produced by endoproteinase GluC cleavage. In red: y fragments found in the spectrum of the unmodified peptide (MW 1,870 Da) and common in the two complexes (1,966 and 1,980 Da). In green and blue: b series fragments detected specific of each complexes. In brown: y fragments detected specific of GR24 and GC242 complexes. 
Supplementary Figure 6 . Biochemical analysis of the interaction between RMS3 or RMS3 S96A and putative ligands as assessed by DSF. Melting temperature curves of RMS3 or RMS3 S96A at varying concentrations of (+)-
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[DiFMU] Proteins cloned in pGEXT-4T-3, were expressed in E. coli as N-terminal GST tagged protein and purified using glutathione Sepharose 4B resin (GE Healthcare). After overnight HRV3C protease digestion, the elutated protein was purified by gel filtration. 15 µL of protein fractions eluted as a sharp single peak (the number indicate the fraction collected) and total protein extract before gel filtration (TOT) were separated on a 4-12% acrylamide TRIS-glycine gel, and stained with Coomassie Brilliant Blue (a,c,e,g). The predicted size of proteins is 28 to 31 kDa. Fractions in bold containing protein, were combined and used for various assays. Approximate molecular weights of protein standards in kDa (PageRuler™ Prestained Protein Ladder, 10 to 180 kDa cat. #26616) are shown on the left.(b,d,f,h) Deconvoluted electrospray mass spectra of RMS3, RMS3 S96A , RMS3 S96C and RMS3 H247A . The apparent relative molecular mass of the purified protein (underlined in red) is in accordance with that expected for each protein. 
